Name Strain ID In silico Accession Reference
serotype
01 ATCC 33348 01 SAMNO04027999 (1, 2)
02 ATCC 33349 02+ SAMNO04028038 (1, 2)
03 ATCC 33350 03 SAMNO04028039 (1, 2)
04 ATCC 33351 04 SAMNO04028040 (1, 2)
05 ATCC 33352 02+ SAMNO04028041 (1, 2)
06 ATCC 33353 06 SAMNO04028042 (1, 2)
o7 ATCC 33354 07/08 SAMNO04028043 (1, 2)
08 ATCC 33355 07/08 SAMNO04028044 (1, 2)
09 ATCC 33356 09 SAMNO04028045 (1, 2)
010 ATCC 33357 010/019 SAMNO04028046 (1, 2)
011 ATCC 33358 011/017 SAMNO04028047 (1, 2)
012 ATCC 33359 012 SAMNO04028048 (1, 2)
013 ATCC 33360 013/014 SAMNO04028049 (1, 2)
014 ATCC 33361 013/014 SAMNO04028050 (1, 2)
015 ATCC 33362 015-ATCC SAMNO04028051 (1, 2)
016 ATCC 33363 02+ SAMNO04028052 (1, 2)
017 ATCC 33364 011/017 SAMNO04028053 (1, 2)
018 ATCC 43390 02+ SAMNO04028054 (3)
019 ATCC 43731 02+ SAMNO04028055 (3)
020 ATCC 43732 02+ SAMNO04028056 (3)
0124 HPA 4 012 SAMNO04029206 (4)
012-17 HPA 17 012 SAMNO04029207 (4)
Li0o10 Li010 06 SAMNO04029208 (4)
PR42 9AR 09 SAMNO04029209 (4)
PR195 PHLS08916 06 SAMNO04029210 (4)
PR196 PHLS08959 06 SAMNO04029211 (4)
PR233 W15Dec30ttawa 011 SAMNO04029212 (4)
PR276 Lo0490ttawa 02+ SAMNO04029213 (4)
PR317 Br993 012 SAMNO04029214 (4)
012-1709 1709-12 012 SAMNO04029215 (4)
ST111 PA38182 012 GCA_000531435.1 (5)
J1385 010/019 ASRB00000000 (6)
J1532 010/019 ASQZ00000000 (6)
C1426 06 ASRD00000000 (6)
C1433 06 ASRC00000000 (6)
PA17 06 ASQY00000000 (6)
PA17SCV 06 ASRA00000000 (6)
C763 06 ASQS00000000 (6)
C1334 06 ASQT00000000 (6)
E2UOS 011/017 ASQV00000000 (6)
PA62 06 ASQW00000000 (6)
MSH3 01 ASQUO00000000 (6)
MSH10 MSH10 UoS 01 ASQX00000000 (6)
2192 01 AAKWO00000000 (7)
39016 011/017 AEEX01000000 (8)
18A 06 CAQZ00000000 Unpublished data
AES1R 06 AFNF00000000 (9)
AH16 06 ALJHO0000000 (10)
ATCC14886 06 AKZD00000000 (112)
ATCC25324 02+ AKZE0O0000000 Unpublished data
ATCC700888 011/017 AKZF00000000 (112)
B13633 011/017 CP004061 Unpublished data
C3719 03 AAKV00000000 (7)
Cl27 010/019 AKZG00000000 (112)
ClG1 02+ AKBDO00000000 (112)
DK2 03 NC_018080.1 (12)
DK2CF510 03 AJHI00000000 (12)
DQ8 02+ ALIO00000000 (13)
E2UoW ND AKZH00000000 (112)
LCTPA102 06 AJKG00000000 (14)
LESB58 06 NC_011770.1 (15)




M18 06 CP002496 (16)
MRW44 02+ ALBW00000000 (17)
NO02 06 ALBV00000000 (18)
NCGM2S1 011/017 AP012280 (29)
PAO1 02+ NC_002516.2 (20)
PA14 010/019 NC_008463.1 (21)
PA19BR 02+ AFXKO0000000 (22)
PA21 PA21 _ST175 04 AOIHO00000000 (23)
PA213BR 02+ AFXKO0000000 (22)
PA45 06 APMDO00000000 (24)
PA7 012 NC_009656.1 (25)
PA9SBR 02+ AFX100000000 (22)
PAb1 ND ABKZ00000000 (26)
PABLO56 ND ALPS00000000 (27)
PACS2 o1 NZ_AAQW00000000 (7)
PAK 06 ASWU00000000 Broad institute, unpublished
data
PAO579 02+ ALOF00000000 (28)
SJTD1 ND AKCMO00000000 (29)
VRFPAO1 012 AOBKO0000000 Malathi & Madhavan,
unpublished data
VRFPAO2 04 AQHMO00000000 Malathi & Madhavan,
unpublished data
XMG 06 AJXX00000000 (30)
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